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Current traditional breeding methods that use quantitative genetic evaluation are based on the 
pedigree and phenotypic information of sheep and the pig population. For traits that are difficult to 
assess such as lean meat yield, eating quality and subcutaneous fat microsatellite markers have 
become a popular tool to assess genetic heritability and for livestock selection in genetic studies. One 
strategy used to detect the homology of genes between species is comparative mapping. This allows 
for the identification of sections of pig and sheep chromosomes that carry QTL that correlate with 
phenotypes that are desirable. The aim of this project is to create a fine scale map of known QTL by 
using both microsatellites and single nucleotide polymorphisms (SNP). The resulting data will be 
analysed to precisely determine the position of the QTL. In addition, Targeted Identification of 
Polymorphic sequences (TIPs) will be used to find SNPs in this region. These SNPs will also be typed 
across sheep and pigs in an attempt to find the gene of interest. Results indicate that known pig 
microsatellite primers for economic traits have been successfully amplified in sheep. 
